Supplemental
. Quantitative trait loci (QTL) detected for anthracnose disease incidence, plant height and days to anthesis in the F 4:5 RIL population of BTx623 × SC414-12E. QTL were predicted based on best linear unbiased estimators (BLUEs) for each environment and best linear unbiased predictors (BLUPs) combined from all environments. Phenotypic variation explained (PVE) and additive genetic effects are shown for each significant QTL in each environment. Environment (Pollmann et al., 2007) Sobic.009G013900 62 45 2 AT2G28840 XB3 ortholog 1 in Arabidopsis thaliana ligase activity (Wang et al., 2006) Sobic.009G016300 6 6 1 AT5G59820 C2H2-type zinc finger family protein response to oxidative stress, response to wounding (Sun et al., 2010) Sobic.009G016600 6 0 0 AT3G46130 myb domain protein 48 flavonol biosynthesis,response to salicylic acid (Park et al., 2008) Sobic.009G016700 2 2 0 AT1G13440 glyceraldehyde-3-phosphate dehydrogenase C2 defense response to bacterium, response to oxidative stress (Henry et al., 2015) Supplemental Table S6 . Annotated sorghum genes with a role in plant disease resistance, under the 1 LOD interval of major anthracnose QTL on sorghum chromosome 9. Mutations and amino acid changes in genes and coding DNA sequences (CDS) of parents BTx623 and SC155-14E were identified using resequencing data. Annotation file containing Arabidopsis orthologs was downloaded from Joint Genome Institute's Genome Portal (http://phytozome.jgi.doe.gov)
